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SEQUENCE LISTING 

SEQ. ID. No. 1 / 
3bf4 3000 bp / 

CTTGTGATTGGATCA.TATAGTCAGCC TTClAi^TTC CTGGGATAAGGATTATGATTC C TTTGT TTTAC CCC TG TTGGAGGACAAA 

CAACCATGCTATATATTATTCAGGT^ 

TCTCATGTTCGTCttAAAAATGTTGTATGC^ 

GTATTTGGAACAGTAAAGGAAGATGTATCATTACATGGA TTGC TG TCACAATC TTCC C C TGC C C CAC TGAC T 

1 0 GCAGCTGAGGAAGAACTACGACAGA^ 
GGMTJU3CATTTCCCym?TC 

ATAGATATAAAAAATGAAATTATAATTTTGGCC^^ 

GGATACACATGWZLAjGTATAAGAGAjG^ 
1 5 ATGGATGTAATTAGAAAGATCGAGATAGACAATGGGGATGA^ 
CATGCACACAAGCAAAGTTTTGCAAAACCJUIAAGG^ 
ACTGAAGCTACTACTGATTAAAGTCATCA^ 
TGAAATCATTCCATGTTGATATAAAGTAGGGAAA 

AATTAATGTTATAGAAGAC TCATGATTTC TATTTTTGAGTTAAAGC TAGAAAAGGG TTCAACATAATG TTTAATT TTG TCACAC 
20 TGTTTTCATAGCGTTGATTCCACA^ 

AAGGGTAAACTTACTACTTTCTTGTGGGAj^ 
GAGTATTTTCTAAGCTGGAAACTTAGTGTGCCTTG 

ctgtaggatcatgtctgcaacttttagaaatagtgctt^ 
aaattgcagatcagctcj^tctgaaacttt^ 
25 taaacagccttagtaaattatctttctaatgc 

TTTATCAC TTC CGAGCAAATACTCAGATTTAAAATTAC TTTAAAGTC C TGG TAC TTAACAGGC TAAC G TAGATAAACAC C TTAA 
TAATCTCAGTTAATACTGTATTTCAAAAXIACATTTAACTC 
GAGCCTCATATTTCTTTGATACTTGAAATAGAGGGAGCTAGAACA 
30 AC TTTGAGGCATTTTCTAAATGAAC TGTGGGGATC CAGGAT TTGTAATTTC TTGATC TAAAC TTTATGC TGCATAAATCAC TTA 

TCGGAAATCCACATTTCATAGTGTGAAGCA^ 
GTTCGAGTAAGTAAAGCATATTAGAATAATTGTGGGTTGA 
TTACAAATAATCAGACTATAATATTTAAACATGCAAAATA 

C CATGGGTGTACACGTAGACAGACAC ACATACAC C CAAATTATTGCATTAAGAATC C TGGAGCAGAC CATAGC TGAAGC TG TTA 
35 TTTTGAGTCAGGAAGACTACCTGTCATGA 

ACTCTAAATTCCACTACACTAjCATTAAAGTAAATGG^ 

AACCAATX^TTGCTGAAAATCJUSTGATGCATTTG 

ACCTAGATTCTCAATAACATATTC^ 

ATTTTATATCACAATAAAAAlTl"rTTTC TC TTTAAAAAAAAAAAACAAGAAAAAAAAAAAA 

40 

SEQ. ID. No. 2 
lb 11 723 bp 

TGGAAGCTGTCATGGTTACCGTCTCTAACGTTG^ 
CAjCCTACGTGGCAGATTAAAGAGGTGGGCTTACTAGATTTGATTGG 
45 CCTCTTATCCGTTCTTCCCCTTGGGGAAGGG 

TACAACATAAGCATTACTTCTCCAAjGATGTGCCTC 
GGCAGCAAGGACCCGACTTTGTAAAACJVTG 

gtggtgtgtgjustcaccagtajgajgattataa ttacaaacagtggacctcaacgaaggagat 
gctgcjvcctgaacccacwgaagcgaaactclaaaaga 
50 gtaagccccttacttccagtataggaaa^ 

ag&tataattgtagctggtgtgtatggaatc 

SEQ. ID. No. 3 

cc49 1507 bp 
55 gcaggttgctgggattgacttcttgctcaat^ 

atttgaatcgaggcattgggaaccctgtatgccttgt^ 

aagaagttagaggactatacactttctt^ 

tgagtgacaggtcttacagtggccttaatccaactc 

aggaaacatgccaactcaatccctcttaatctacatgg^ 
60 gagatgccttgtcaatgaaagggccckctgttgtcaattc 

atgcccttggattgc^tgttctgcag^ 

accctctgtgaaccagcagttcttcgggt^^ 

aaggaaaagaattgcaaggaaaatc^tttagctgtc 

65 ATGCGGAll3tCAIJ^TGGCAJUWTCGGGGGCCJU3^^ 
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CTAATTG»GCACCGCAATOTGCACACaUUVAA^ 
CCGTCCTCGAGGGA£ ^^ 

ATCCCTCAGCTC6ATCCGTTCACCACCTTCCAGGCTTGGCAKCTGGCTACCRAAGGAAWAGTTGCCATTTGCCAAGAAGTGAAG 
AASGAfilUiCCCC^aX»CTGCTCCGAGTGCGGCaiAAG^ 

SEQ. ID. No. 4 
cc43 2605 bp 

CAAGCTCGAAATTAACCCTCACTAAAGXSGAACAAAAGCTGGAGCTCCACCG^ 

cgggctgousgaattcgck^gagctgggc 

CTTTACGTXIXakACCGAATGTGKSACACTCGGCAfiAAGCAfiCTGGCCGCCTGGTGCTCGCTGGTCCTGTCCTTCTGCCGCCTGCA 

CAAACAGTCCAGCATGACG^TC^TGGAAE^TCAGGAGAGCCC 

GTCGATCC3U»TTGTATTJU^^ 

G^GGAGGCCAGAAGAATGGGGGAAACTCATCTATCAGTGGGTTTC 

CTTCTTACCTCCCACCTTTCCAGGGCTTTCAAAAGGAGAC^^ 
TCAAAAGGACTCCA^^ 

OTCTTTAGCTGCTGTTGCCaWCOTTCTCAGGCTGGTGrcTG^ 

TCCAGGCAATATGAAGATAGGAGGCCCMGGGCCTGGCACTGA^ 
CTCCCAAAA^^ 

tttttttttt™ 

TCC^TCTC^fiAAGCCCAGAGGGAAAAAAAAAAGACCATGAATCT^ 

CGAAATAATGTAATTTTTTCAfiTTTCTGGTTTATAA^ 
GAC^TAAAGCACTCATATTTTTATAAATTATAT^ 

AACCACACTGGCTTTCTTTTAGCTCTTGAAGAAGCCA inw.uitiAiw.Lic 
TTT^CAACACTTCAGATCCT^^ 

CCAGCACACATGTAfiACTAGATTAGAACCTCCTGTTTTTCTTTTTCA.TACTTTTCTC 
^TTATGTGTGTGJ^TGTCT^CCC^GTC^TTTCCTCACTAA^ 

AG^TCGATACCSTCC^CTCGAGGG^^CCGGTACCCAATTC 

GTTTTACAAC6TC6TGACTG66AAAACCCTG6CGTTACCCAACTTAAT 1ACAATTCAC TGGC CGTC 

SEQ. ID. No. 5 
41.1 1288 bp 

GAGGG^GAGAAGGAGAA^^ 

AGCAAG^A^GAGTCCTCGCA^ 
TTTGAGG^TCTCCAGTCAAGTCTCAM 

GGGACAAAATTTCTGAAAAACATGGAC^^ 
AC^TCAG^TTAGAATCTCACCT^ 

:CACTTTCCAGCCTGGATCCCCT 

CTTOOUUUUUUUUUUUUUUUUuuattc " ^—^CTCCTCCTGACACCCTGGCTCTGAGAAGA 



SEQ. ID. No. 6 
GCAP 2820 bp . 
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3TGATA 



0 ^^^^^^^^^^^^^^^ 

ACTGAGGGGTGU^TCCCACAGACCA^^ 
> KAAGAAAWSGCJU^TTGOCG^^ 

AGATTGC^C^TGCACTCC^CTGGACGACA^^ 
CCAAGGCATCCTO^OUSTGG^^ 

CAGCTGTACTTAAAG^GACTGTTTCAGCTCTGCCTGaaT^^^ 

acatcaattttacgtaa^^ 

AGGCCGAG^C^TG^TCACCTG^TC^ 



SEQ. ID. No. 7 
lb4 1205 bp 

AGTTCGTCTGGW^TTCG*^^ 

^CATCCAGCGCTGGCTGAAGGGGCAAGG^TCT^CCTAGGTATCr^ 

tcatca^ctctggtStggaggccgc^ 

TGCTGGCTGTGMTOCCTTGTGGAATMAAG^ 
SGAC^TTGATGCTAACA.TGACCATGCTTGGGATGTCTC 

ATTAAAGTTTCJUSTGTT^^ 

SEQ. ID. No. 8 
20sa7 456 bp 

AAGAAATGATAGCTATATTAAAGCAGATAT^ 
TCWMAGGCCGTGTTCCra^ 

GI^TGCGTTTTCTACGCTC^CCCauy^S 
T^TCAATGAAGTGAATTGTCCT^ 
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TTTTTirTTTTTTTTTTTTC^ 
AACTCCACTATTGCCTATTGC^TAT^^^ 
CCTCAAATAAATGAGTCTTTCTTCTTGGCCAGG 

Arr'ATTrArTTrTTGCTCAATTGAAACACTCATTCAATC 

^aS^^ 

^iWrrr ArrTrTCTTGGCAGTCCGATGGAGATGGAGGATGCCTTGTCAATGAAAGGGACCGCTGTTGTTCCATTC 

tcaS™c^££g^^ 

^rAA^AGAGTAT^ 

£c£gSg£^a^ 

CTACCAAAGGAAAAGTTGCCATTTGCCAAGAAGTGAAGGAATCGGGGCAAGAAGGGAGCACCGACAACGACGATTC 

gIgt^^a^a^ 

r ArTrrrACGGCGAAGCGCCCTCCGTGGACGCGGATCCCAAGTTACCCAGTAGCAAGGAGAAGCCCACTCACTGCT 
rrrrrcrC^^CcSATGTCTGTGGACGGGAGGCAGCCGG 

S?£^tcg^g?c^ 
a^ctg^aagxtgcc^ 

cTSctGTAAGTCA^^ 

rr^rTTCTGAAAATATATATATATTTTTTAAAC 

rAf^JCATTTTC^^GTCAT^ 

^A^S^GTG^^ 

Ar5cicCC?AGCcScAOTA^^^ 

g1£actgSactg^^^^ 

60 ctg^Sa^Jcta?™£^^^ 

gcacactcaagacatttttaagaaggctcatttgctcagcagaattttcagtgtactagtggcatt^ 

g^ggtStcactg!^ 

ctctg^^gagttgcgcccatcctcactgtagccagagctc^ 

rrATC^GCTGCTTAA^ 

Stctgcttc^^cWcggaaaactgggtgtatgagacccacgatgaatttgcccacacga^ 

TCGCATCATAAA^^ 
70 GGGCCCT^TXJAGATGCCCCAGTTCCCTGAAA 

ACTGCGTTGTTTTGTGACCAATTATGAGTTGCTTAACCTTTC^ 

TTGACCCCTCTCTTCCACCTCCCAAGGACAATTTCAACAGCCTATTTGTAAAAAGATCACAGTCCTTTAAAA^ 
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TAACTGTAAAGTCAGAGCT GATGC TTGAAAGAGCAGGAACCAGGTAGATGTGGAAATGTCATGTCCTTTGTTCTAA 
AGAAAAGGCATTTCATAGCTTTTTGGATATGACGCAACATACCATAAATCCTGACACATAGTTGGGAGTCGGAAAT 
TGCAACAAC GCCC AGTTATAAACCCAGCTAGTTTGGGTATGATTGTAAGAAAAAAAAGCTGGCCATTCTGTATTTG 
GGGAATTGATTTTCCTAAACTTATATTATCTTAGTAGTCTAGATTT^ 

AAGACTTAAGAAGATCAAGTAAATTTTTTTTTCTTTCTTTAGACACTATATAGATCATCAAGGGTGTCTGTCTTAC 

AGGT GGATAGTGATATGATCTACAGTGAGGGGACATTTATTTAAAACTTAAACATTCATGTGTTTTGGGGGTGGTA 

TTTTAACGGCAGCACCTCTGATTGTCTTTTGGAGGGCTGGTGTGTGTTTGAAGTTCTGTCCTCCTTCCAGTGGACT 

CTAACT TCTCC TGATGCACGTGAGACACATTGTCCTATTGTCCTGCAGAAACTAAAGCCAAACACTGTCATCTGGG 

GACAG GTTTT CATTTGTCAGATCTCTTTCGCCCACATGAGTGTTTGTGGACAATACAGCCTGCTTTCCAAAACTTT 

GCTAAATTTTGACAGACTTTCCTAGGTGCTTGCCCAATGCCAGACTTTCTTTTCTGTTGAAGATTAAGTTGTGCTT 

GCTGCCCTCTAGTGG TCAGTT GTTTAATCCTAACCTTAAACGGCTTATTTTTCCCCTGGTGGTTGGGAAGTTGACG 

GTTTGTAATTGGCTCATTTTTCTAAATTATTCTGAAGAAGATAATTTT^ 

TTTGCCAGATCCTGCCTGCTCAGAGACACTGAGAACCGGAAGCTGCCCGGGCAATTCAGTCTATGAAATGATCTTT 
CTTGTGATTAAGGCAAACGAAGAACTGAATGTTTAATAGTGTACTCTGCTGTACCCAGAAAAAAACAAAACAAAAT 
CATGTTATAACACTCTAAAACTTCAAACAACCTCCAACAGCATTTGGTGTGTGTCTAGCCGTTTTGTTCTAACCCG 
ATGTTATATAAAAGAATTTTTTCATGCTTTC^ 

AGGTACTTCAGCTACCTTCTTATATAAATATTTTTGTTTTTCCTTTAAGATA 

AACATCTTACATCTTCAAGAGAGTGTAGTTATTGTGGAAAGTTTTTCCGTTCAAATTATTACCTCAATATTCATCT 
CAGAACGCATACAGGTAAAGAACTTTTATTTTTTT^^ 

GT TGTTGT TGT TCAGA TACTCTGCCAGATCCTTGGACTAGCTTAAGGATAAATATGTAGCATGTTGATTGCAGTGG 

^^'^^Z23Z3^''* , ' , ^'' , ^*^ ,i ^ L ^* TGCC ATTG T AAC TTG AGCC ATTG TTC TT ATTTGC AG TTC ATTTC TTTTC TTTC XTTTT 

TGTTTTTTGAGACGGAGTCTTGCTCTGTCACCTCGGCTGGAGTGCAGTGGTGCAATTTCGGCTCACTGCAGCCTCC 

ACCTCCCTGGTT CAAGCA ATACTCCTGCCTCAGCCTCCCCAGTAGTTGGGATTACAGGTACCTGCCACCACACCCG 

GCTAATTTCTGTATTTTTAGTAGAGATGGGGTTTCACCATGCTGGCCAGGCTGGTTTCGAACTCCTGACCTCAAGT 

GATCCGCTCACCTTGGCCTCCCATAGTGTTGGCCTCCCATAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGG 

ACAAAGTTCATTTGTTTAGTTTATGACTGCTATGTCCTGACTCTTATCTTATTAAAAGCTACAGTATTTTAAAATG 

CTGCATCTTATGTCTTTATGATTGAGAATGAAATGAGAATCTATTTAGTAGTCTTGAGATTGTGAAAGGAGCTATG 

ACATCATGATCTAGGAGGCTGCGTAGATTTGAAATTTCATCTCTTCCACTTAC^^ 

TATTTAACCTTTTTGTGCTTTTAGTTTTCTTTGCTGTAAAAGTAGA 

AGATTAAATAAGTTAGAAGTGTTGCTGTTAATTTTTCTATTGAAGATAGGCATTCATAATTTCAAATATTCATTAC 

AGTAAGGATGATAAAGAACTGATGAGAAATCCTATGTGATAGTAGATCGAGAAAGCAAAAGGAGGAAAGAAGCCTG 

TTTTCTTAATAAATAGATATTTGATCTATTTCAGTGCTTTTCATACACTTCTATAATAAAGTGCCATTTCTT 

TA^TGAAAAACCATACAAATGTGAATTTTGTGAATATGCTGCAGCCCAGAAGACATCTCTGAGGTATCACTTGGA 

GA ? AGA I£ AC ^ 

GCACTATTAACCGCTGACAGTGCGCAAACCAAAAATTTGAAAAGATTTTTTGATGGTGCCAAAGATGTTACAGGCA 
GTCCACCTGCAAAGCAGCTTAAGGAGATGCCTTCTGTTTTTCAGAATGTTCTGGGCAGCGCTGTCCTCTCACCAGC 

GG ™ C 57 GGACCTG ™^ 

AGCTGACTGCAGATACAGGCCAAGTGTGGATTGTCACGAAAAACCTTTAAATTTATCCGTGGGGGCTCTTCACAAT 
TGCCCGG^TTTCTTTGAGTAAAAGTTTGATTCCAAGTATCACCTGTCCATTTTG 

^^SJTT TAATGATGCACCAGAGACTGGAGCATAAAT ^ 

CrTGCTTAGAAGTCGACGTACCGGATGCCCGCCAGCGTTGCTGGGAAAAGATGTGCCTCCCCTCCCTAGTTTCTGT 
^CCCAAGCCCAAGTCTGCTTTCCCGGCGCAGTCCAAATCCCTGCCATCTGCGAAGGGGAAGCAGAGCCCTCCTG 
GGCCAGGCAAGGCCCCTCTGACTTCAGGGATAGACTCTAGCACTTTAGCCCCAAGTAACCTGAAGTCC^ 

AGAGGAG ^ TGTGG ^ 

GG I GGAGGGGA T^ 

GCAGC^TAACATCAATGGTTCCATCGACTACCCCGCCAAGAACGACAGCCCGTGGGCACCTCCGGGAAGAGACTA 

TTTCTGTAATCGGAGTGCCAGCAATACTGCAGCAGAATTTGGTGA 

GTTGCCCTTGACC^^ 

GCATCACATCACTGTTACCGCAGGACTGTG^^ 

CAGCGAGGTCGATTCTCCAAATGTGCTGACTGTTCAGAAGCCCTATGGTGGCTCCGG^ 
CCTGCTGGTAGTCCAGCATCCAGCTCGACGTTAGAAGGTATTGCATGAG^ 

h£™ ggggtcacagaga ^ 

GGGTTTAACTCTTAACCCTGTGTATTTTATTCTT^ 
™S?^ A J CTAGA " GGAGTGCAGCGG 

cttctgcctcagcttcccaggtagctgagactatatgtc^ 

SEQ. ID. No. 10 
ZABC1 Open reading frame 

^T?]^TT^^^^ ^^^''^^^^^^^CCCACCGCTGTTCTTCCATTCCGAGCTAC 

ACAAGAAAAAAATGTCATCCAAATCGAGGGGTATATGCCCTTGGATTGCATGTTCTGC 

TCAGAAGACCTTAATAAACATGTCTTAATGCAACACCGGCCT^^ 

CCAGGTGCACGCGGCCGAGAGCATCTCCTCTCCTTACAAAATCTGCATGGTTTGTGGCTTCCTATTTCCAAATAAA 
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GAAAGTCTAATTGACCACCGCAAGGTGCACACCAAAAAAACTGCTTTCGGTACCAGCAGCGCGCAGACAGACTCTC 

CACAAGGAGGAATGCCGTCCTCGAGGGAGGACTTCCTGCAGTTGTTCAACTTGAGACCAAAATCTCACCCTGAAAC 

GGGGAAGAAGCCTGTCAGATGCATCCCTCAGCTCGATCCGTTCACCACCTTCCAGGCTTGGCAGCTGGCTACCAAA 

GGAAAAGTTGCCATTTGCCAAGAAGTGAAGGAATCGGGGCAAGAAGGGAGCACCGACAACGACGATTCGAGTTCCG 

AGAAGGAGCTTGGAGAAACAAATAAGGGCAGTTGTGCAGGCCTCTCGCAAGAGAAACAGAAGTGCAAACACTCCCA 

CGGCGAAGCGCCCTCCGTGGACGCGGATCCCAAGTTACCCAGTAGCAAGGAGAAGCCCACTCACTGCTCCGAGTGC 

GGCAAAGCTTTCAGAACCTACCACCAGCTGGTCTTGCACTCCAGGGTCCACAAGAAGGACCGGAGGGCCGGCGCGG 

AGTCGCCCACCATGTCTGTGGACGGGAGGCAGCCGGGGACGTGTTCTCCTGACCTCGCCGCCCCTCTGGATGAAAA 

TGGAGCCGTGGATCGAGGGGAAGGTGGTTCTGAAGACGGATCTGAGGATGGGCTTCCCGAAGGAATCCATCTGGAT 

AAAAATGATGATGGAGGAAAAATAAAACATCTTACATCTTCAAGAGAGTGTAGTTATTGTGGAAAGTTTTTCCGTT 

CAAATTATTACCTCAATATTCATCTCAGAACGCATACAGGTGAAAAACCATACAAATGTGAATTTTGTGAATATGC 

TGCAGCCCAGAAGACATCTCTGAGGTATCACTTGGAGAGACATCACAAGGAAAAACAAACCGATGTTGCTGCTGAA 

G ? CAAG ^ AC £ A 7 GGTAAAAATC ^ 

^ GA TI^ GATGGTCCCAAAGATG " ACAGGCAGTCCACCTGC ^ A GCAGCTTAAGGA 

TCAGAATGTTCTGGGCAGCGCTGTCCTCTCACCAGCACACAAAGATACTCAGGATTTCCATAAAAATGCAGCTGAT 
G ^ AG J G / :TGATAAACTGAATA ^ 

CTCAGGCAAATAACCTCATCTGTAGAACCAAGGCGGATGTTACTCCTCCTCCGGATGGCAGTACCACCCATAACCT 
I^ G ^ GCC ^ A ^ GAGAAGCAAACGGAGACCGCAGCTGACTGC 

TCACCTGTCCATTTTGTACCTTCAAGACATTTTATCCAGAAGTTTT 

CAATCCTGACGTTCATAAAAACTGTCGAAACAAGTCCTTGCTTAGAAGTCGACGTACCGGATGCCCGCC^^ 
CTGGGAAAAGATGTGCCTCCCCTCTCTAG™ 

CC ^ C ^J G f GAAGGGGAAGCAGAGCCCTCCTGGGCCAGGCAAGGCC 

CACpTAGCCCCAAGTAACCTGAAGTCCCACAGACCACAGCAGAATGTGGGGGTCCAAGGGGCCGCCACCAGGCAA 
CAGCAATCTGAGATGTTTCCTAAAACCAGTGTTTCCCCTGCACCGGATAAGACAAAAAGACCCGAGA^ 

aacctcttccagtagctccttctcagcccaccctcggcagcagtaacatc^^ 
G ^I GAG ^ CGC ™ CCAAAAAGACTG ^ 

S*?<^ TCACCTTCa ^ T ^ 
GGAGGC i* TGCCTCCCAAA ^ 

ccctatggtgtctccgggccactttacacttgtc^^ 

tgaaataagctgtgattgtactgtacataaaacatatgaggaatctc^ 

SEQ. ID. No. 11 
ZABC1 Protein 

SimfGCNMCGRXXXXI^KNHMRT^ 

GKVAICQEVKESGQEGSTDNDDSSSEKELGETNKGKAGLSQEKEKCKHSHGEAPSVDADPKLRSKE^ 
GKAITITYHQLVLHSRVHKKDIUIAGAESPTMSVDGRQPGTCSPDLAAPLDENGA^RGE n 

kwdggkikhltssrecsycgkfftisnyylnihlrthtgekpykcefceS 

VKNTC^QDTEDALLTADSAQTKNLKRFTDGAKDVTGSPPAKQLKE^^ 

KPLNLSVGALHNCPAISLSKSLIPSITCPrcTTXTI^PEVLMMHQRLEHKYNPDVHKNCRN^^ 

O^SEMITKTSVSPAPDKTXRPETKLKPLPVAPSQPTLGSSWNGSIDYPAKNDSPWAPPGRB^TCN^ 

GEPLPKRLKSSVVAI.DVDQPGANYRRGYDLPKYHMVRrWTSLLPQDCVYPSQA™^ 

FVGG^PLYTCVPAGSPASSim^UJGCQC^^ 

SEQ. ID. NO. 12 
lbl 



j?s?^;?^^ g ?" taagtctcaaga ^ 



JACATAGTTGACG 
5ACTGGAGACTGC 
XTCTGGTTTCA 
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CTGGGCAAACTGTTTTGGAAAAAGTCAGTTAAAGAGGACTCAGTCCCCACAGGTGCGGAGGAGAATGTGGTGTGTG 
AGTCACCAGTAGAGATTATAAAGTCCAAGGAAGTAGAATCAGCCTTACAAACAGTGGACCTCAACGAAGGAGATGC 
TGCACCTGAACCCACAGAAGCGAAACTCAAAAGAGAAGAAAGCAAACCAAGAACCTCTCTGATGGCGTTTCTCAGA 
CAAATGTCAGTGAAAGGGGATGGAGGGATCACCCACTCAGAAGAAATAAATGGGAAAGACTCCAGCTGCCAAACAT 
5 CAGACTCCACAGAAAAGACTATCACACCGCCAGAGCCTGAACCAACAGGAGCACCACAGAAGGGTAAAGAGGGCTC 
CTCGAAGGACAAGAAGTCAGCAGCCGAGATGAACAAGCAGAAGAGCAACAAGCAGGAAGCCAAAGAACCAGCCCAG 
TGCACAGAGCAGGCCACGGTGGACACGAACTCACTGCAGAATGGGGACAAGCTCCAAAAGAGACCTGAGAAGCGGC 
AGCAGTCCCTTGGGGGCTTCTTTAAAGGCCTGGGACCAAAGCGGATGTTGGATGCTCAAGTGCAAACAGACCCAGT 
ATCCATCGGACCAGTTGGCAAACCCAAGTAAACAAATCAGCACGGTTCCCACCAGGTTCTCCTGCCACCAAGATGT 

10 GTTCTCCTTACTCCATCTCCTCCCCAAACACGCTCCATGTATATATTCTTCTGATGGCCAGCAAATGAAATTCTGC 
CTAGAAATTAAGCCCGAGCTGTTGTATATTGAGGTGTATTATTTACGTCTCTGGTCCAGTCTTTTCTGGCAAATAA 
CAGTAAAGATGGTTTAGCAGGTCACCTAGTTGGGTCAGAAGAGTCGATGATCACCAAGCAGGAAAGGGAGGGAATA 
GAGGAATGTGTTCGGGTTAAGTGATGAAAATGGCAGTGGTGGCCGGGCGTGGTGGCTCTCGCCTGTAATCTCAGCA 
CTTTGGGAGGCCGAGGCAGGTGGATCACCTGAGGTCAGGAGTTCAAGACTAGCCTGGCCAACATCATGAAACCCCG 

15 TCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGCACACACCTGTAGTCCCAGCTACTCGGGAGCCCAACGC 
ACGAGAACCGCTTGTACCCAGGAGGTGGAGGTTGCAGTGAGCCGAAGTTGCACCATTGCACTCCACCCTGGGCGAC 
AGAGCAAGATTCTATCAAAAAAAAAAGGCAGTGGCAAGTAAGTTATAGAAGAGAAATGCTGCTAGAAGGAATTAAG 
CGTTGTAGTAAACGCGTGCTCATCCTCTAAGCTTGAAGAAGGGAGACGAAAATCCATTTGTTTAAATTCACATCTC 
AAGGAGGGAGAA CCCGG GCTGTGTTGGGTGGTTGCCAATTTCCTAGAACGGAATGTGTGGGGTATAGAAAAAGGAA 

20 TGAATAAGCGTTGTTTTTCAAATAGGGTCCTTGTAAGTTATTGATGAGAGGGAAAAGATTGACTGGGGAGGGCTTA 
AAATGATTTGGGAAAACAATTGCTTTTGAGGCTCAGTGACAACGGCAAAGATTACAACTTAAAAAAAAAAAAAAAA 
AAACTCGAGACTAGTTCTCTCTCTCTCTCGTGCCGAATTCGATATCAAGCTTATCGATACCGTCGACCTCGAGGGG 
GGGCCCGGTACCCAATTCGCCCTATA 



25 



# • 
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SEQ. ID. NO. 13 

Genomic Sequence from BAC clone 97 
Filtered query sequence: 
> query_seq 

5 TGTGATATTGATTCATGCCCTCTTGCACCTTGCCAAACATCACACGCTTG 
CCATCCAGTCCACTCGATTTTGGCAGTGCAGATGAAAAACTGGGAACCAT 
TTGTGTTGAGTCCAGCAAGATGCCAGGACCTGCATGTTTCAGAACGAAGT 
TCTTCATCATCCAATTTCTCCCTGTATATGGGCTTACCACNACTGCCGTT 
AAGTCGTGTNAAGTCACCACTCAGGTACATAATGGAATAATTCTGCAAAG 

10 GCAGGAGNCACTTTCTCTCCAGTGCTCAGACCATGAAAGTTTTCTGATGT 
CTTTGGAACTTTGTCTGCAAATAGCTCGAAGGAGACATGGCCTAAAGGCT 
CGCCATCTGCGGTGATATTGNAACATGGTAGGGCTGACCGTGGCTGTGGC 
CATGACHTITTAGANTNNNNNNNNNN^^^ 
NNNNNNNNNNNNNNNNNNNN^ 

15 NNhnW>WNNNNNNNCCCAATGCGGGACAGAGAATCNAAGAAACTGTATTA 
GGGAAAGGGTCCTGAGTTTATGCCAAAGTTTCCCAGATTGGTTTCCATTG 
AAACGTAGCTCTGTGAGATACCATCAGGTGTTATGTGAAGAAATGTCTGT 
GTAGTCAAATATGTTTGAGTGAGTGAGCCTGAGCTGAGCAAGACTTTACT 
GCAAGACTTCCCATCTTCTGTCCCTTTTTATGCTAATGGGTAACACAAAC 

20 TCCAAAAGTGGGGTGTACAGCATGAGGCATTAACAAAAATTTATTGGACC 
CCACACACNNNhnSfNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNN 
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SEQ ID NO 14 

gb|M19533|RATCYCA Rat cyclophilin mRNA, complete cds. 
Length = 743 



30 Minus Strand HSPs: 



Score = 418 (115.5 bits), Expect = 1.5e-58, Sum P(5) = 1.5e-58 
Identities = 96/112 (85%), Positives = 96/112 (85%), Strand = Minus / Plus 
S = rat CYCLOPHILLIN; q= SEQ ID NO 13. 
35 Query: 372 tncaatatcaccgcagatggcgagcctttaggccatgtctccttcgagctatttgcagac 313 

I M Mill II Mlllllllll II II I Mil MIIIIHI MINIMI 

Sb;jct: 64 TTCGACATCACGGCTGATGGCGAGCCCTTGGGTCGCGTCTGCTTCGAGCTGTTTGCAGAC 123 

Query: 312 AAAGTTCCAAAGACATCAGAAAACTTTCATGGTCTGAGCACTGGAGAGAAAG 261 

40 cK . _ IMMIIIIIIIIII 1 11 1 1 1 1 1 1 1 1 1 II IIIIMIIIMI lllllll 

Sbjct: 124 AAAGTTCCAAAGACAGCAGAAAACTTTCGTGCTCTGAGCACTGGGGAGAAAG 175 



Score = 236 (65.2 bits), Expect = 1.5e-58, Sum P(5) = l,5e-58 
Identities * 52/58 (89%), Positives = 52/58 (89%), Strand = Minus / Plus 

45 

Query: 117 TGCTGGACTCAACACAAATGGTTCCCAGTTTTTCATCTGCACTGCCAAAATCGAGTGG 60 

_ I M I M 1 1 IIIIIIIIIIIIMIIIIIIIII 1 1 f 1 1 J I M i 1 1 J ! I llllll 

Sbjct: 348 TGCTGGACCAAACACAAATGGTTCCCAGTTTTTTATCTGCACTGCCAAGACTGAGTGG 405 



Score « 177 <4g.9 bits), Expect = 1.5e-58, Sum F,(5) = 1.5e-58 
Identities = 41/48 (85%), Positives = 41/48 (85%), Strand = Minus / Plus 
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Query: 60 GACTGGATGGCAAGCGTGTGATGTTTGGCAAGGTGCAAGAGGGCATGA 13 

i iiiiiiiiiiiii 1 1 1 1 i iiiii mill 1 1 1 1 iiiiiii 

Sbjct: 404 GGCTGGATGGCAAGCATGTGGTCTTTGGGAAGGTGAAAGAAGGCATGA 451 

5 Score * 154 (42.6 bits), Expect = 1.5e-58, Sum P(5) = 1.5e-58 

Identities - 34/38 (89%), Positives = 34/38 (89%), Strand « Minus / Plus 

Query: 153 AGAACTTCGTTCTGAAACATGCAGGTCCTGGCATCTTG 116 

MINIM I IIIII III lllllllllllllllll 

1U Sbjct: 299 AGAACTTCATCCTGAAGCATACAGGTCCTGGCATCTTG 336 

Score = 86 (23,8 bits), Expect = 1.5e-58, Sum P(5) = 1.5e-58 

Identities - 22/28 (78%), Positives = 22/28 (78%), Strand = Minus / Plus 

15 Query: 256 TCCTGCCTTTGCAGAATTATTCCATTAT 229 

1 1 1 1 I II IIIIIIIIIIIII II 

Sbjct: 193 TCCTCCTTTCACAGAATTATTCCAGGAT 220 




